This paper by Conte and colleagues describes two new chromosome-scale genomic assemblies of African cichlids. The authors used multiple genetic maps to anchor contigs from high-coverage PacBio sequencing and correct misassemblies. Based on these two high-quality genomes and the genetic maps, the authors performed comprehensive comparative analyses of recombination landscapes, large-scale chromosomal rearrangements, and transposable element insertions. The paper presents extensive genomic resources, which will be valuable for future studies in the field. However, the manuscript in its current form is highly descriptive and many parts of the paper are repetitive and very tedious to read. I'm convinced that the appeal of the paper for a broader readership could be improved considerably by shortening the main text and putting a focus on the biologically interesting aspects. The purely descriptive details could be presented more effectively in tables and figures or additional supporting materials. For instance, instead of the lengthy description of rearrangements, regions of unusual recombination, and putative sex determination loci, I would like to see a carefully designed summary figure, which provides the reader with a good overview of these events in the two genomes. In its current form, many interesting aspects are buried in large amounts of text that provide information of little biological relevance. Most importantly, the discussion part should be written much more concisely, as it still largely descriptive and repeats most of the information that was already provided in the results section. Here, the authors should refrain from discussing every single aspect of their results and rather focus on the biological interpretation of the most interesting findings of the study. Minor comments:
